ABSTRACT : This study describes the identification of Panax species using mitochondrial consensus primers. Initially, a total of thirty primers were tested in ten Korean ginseng cultivars and two foreign Panax species, P. quinquefolius and P. notoginseng. In the polymerase chain reaction (PCR) amplification results, three primers (cox1, nad1/2-3 and nad2/1-2) generated co-dominant polymorphic banding patterns discriminating Korean ginseng cultivars from P. quinquefolius and P. notoginseng. However, these primers could not generated polymorphisms among the Korean ginseng cultivars, and simply represented species-specific polymorphisms for P. quinquefolius and P. notoginseng. Primers PQ91 and PN418 were designed from the consensus sequence of nad1/2-3 region. Two banding patterns (A or B) were detected in PQ91. Korean ginseng cultivars and P. notoginseng shared the same banding pattern (A type) and P. quinquefolius was identified another banding pattern (B type). In the case of PN418, two banding patterns (A or B) were detected in the Korean ginseng cultivars and two foreign Panax species. Korean ginseng cultivars and P. quinquefolius shared the same banding pattern (A type) and P. notoginseng was identified another banding pattern (B type). The combination banding patterns of three Panax species, Korean ginseng cultivars (Panax ginseng C. A. Mey.), P. quinquefolius and P. notoginseng, was identified as 'AA', 'BA' and 'AB', respectively. Consequently, PQ91 and PN418 primer sets can be used to distinguish among Panax species.
DNA 마커를 이용한 인삼의 종 판별연구는 internal transcribed spacer (ITS)와 5.8S 부위의 염기서열 변이를 이 용한 방법 (Wen and Zimmer, 1996; Ngan et al., 1999; Park et al., 2006; Kim et al., 2007) , 엽록체 DNA의 변 이를 이용한 PCR-RFLP (Choi and Wen, 2000) , universal primer를 적용시킨 RAPD (Um et al., 2001 , Shim et al., 2003 Bang et al., 2004 ) AFLP (Ha et al., 2002) , ISSR (Fig. 2) . 
